ID
For each patient, relative expression of tested genes is reported as fold change (FC) calculated by the "delta-delta Ct method", using GAPDH as house-keeping gene and patient MN2 as reference (SD= Standard Deviation of the assay performed in triplicate).
Figure S2
Validation by Real-time RT-PCR. Mean fold change values (Bars: SEM) from the four selected up-regulated genes (LMNA, NOP14, MRPL43, DPYSL4) and one down-regulated gene (TFRC).
Figure S3
Comparision of log 2 fold changes expression values (ALS and MN) for both gene expression array and qRT-PCR.
Figure S4
Active sub-network 1 (A) and over-represented specific GO terms (B). (A) Nodes are color-coded according to values of log2 (fold-change), with red and green nodes representing up-regulated and down-regulated genes respectively. The bar plot reporting the most specific enriched terms (B), in Gene Ontology hierarchy for the module, for each of the three ontologies. Y-axis: GO Terms; X-axis: -log10(adjP), where adjP is the enrichment p-value from hypergeometric test adjusted with Benjamini-Hochberg procedure.
